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ATCCGGCGGG GCGGCGCATG 2 5 

ATCCGGCGAG CCGGCGCGTG 

CGTGCTGCCC CGGGGCCCAT G 26 

CGTACATTCC CGGGGCCCAT G 

TGCCGTCTGT AACGGCCGTA TG 27 

TGCCGTCCGT ACCTGCCGTA TG 

GGTTCCGCGG ATCCCATGCA TG 27 

GGTCCCGCGG GTACAATGCA TG 

GGTATGGAAT GTGCGCGCGC ATG 28 

GGTACAAAGG AGCAGCGCAC ATG 

GGGGGGAGCG GCCTGCTGCC GTG 28 

GGGGGGTACA ACCTGCTGCC GTG 

GCTTGGATGT GCGGCTGCGC ATG 28 

GCCTGAACGG TCGTCCGCGC ATG 

CGGGCGGTGG CACCATGGCC GTTG 29 

CGGGCGGGGG CAGGCTGCCC .GTG 

CAGGCCGCGT CAGGGCCGCG CGTG 29 

CAGGCCGCGG CAGGGCG . CG CGTG 

GGCCCGGGCG GCGCGTATCA CATG - 29 

GG . CCGGACG GCGCGGACCA CATG 

GGATGCCGAT CACGGATCGT CCCA 29 

GGATGCCGGG CACCCGTCGT CCCA 

CG.CACGGGC GGATCCTGAC CAATG 30 

AGTG CGGCCG GGCACCGGAT CAATG 

CGCAGGGGGC CCCGTGGCGC GATCGCCCGT G 36 

CGC.GGGGCC GCGGTGC. . . GATCGCCCGT G 

TAGTTACGCA GAAATAGCAA ACGACGTACT TCGACTAATG 4 5 
TAGCTACGCA GAAATATCAA ACAAAGTACT TCGACTAATG 

TGCCTTGCGT TGTA //..G CGGGGTGCGG CAGGGGATG 52 
TGCCGTGTG. TACA // . .G AGGGGGCCTG CCGGGAGTG 

CGCCGGGGCA GCCG.//.-G ATGTGGGGCA GGCAACATG 104 
CGCGGGTGCC GCGG.//-.T GGCACGGGGG CCTATCTTG 

CATGGACGGG CCGATCCGAT CGTACGTGAC GC.//..AAT 220 
CATGGACAAG GCGATCCGAT CGTACGTGAC GC,//. -AAT 
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